malE::Tn10 (Picksley et al., 1984) N3005 purE85::Tn10 (Lloyd and Buckman, 1985) N3072 recA269::Tn10 (Lloyd et al., 1987) N4452 ΔrecG265::cat (Jaktaji and Lloyd, 2003) (Jaktaji and Lloyd, 2003) N5165 sfiA11 (Dri et al., 1991) N5208 sfiA11 (Trautinger et al., 2005) N5218 (Bernhardt and de Boer, 2003) .
The supGB alleles in these strains are unidentified suppressors of the mitomycin C-sensitivity of AM2055. 
Supporting Results

Identification of rpsF292 as a suppressor of recG.
Samples from cultures of strain JJ1643 (ΔrecG metB1 argE::Tn10 yjcB::kan) were spread on LB agar plates supplemented with mitomycin C at a final concentration of 0.5 µg/m and incubated at 37°C. Colonies of resistant derivatives (suppressors) were clearly visible within 48 h. P1 transductions revealed linkage of the suppressor to metB (~90%) and argE (~50%) in nearly all of the independent isolates examined, indicating that they most likely carried mutations in priA. Previous studies demonstrated that mutations reducing the helicase activity of PriA alleviate the mitomycin C sensitivity of a recG mutant (Al-Deib et al., 1996 , Zhang et al., 2010b . However, the suppressor in one isolate with particularly strong resistance to mitomycin C revealed no linkage to the metB or argE markers in this strain (Table  S1 , ACE712). There was also no linkage to the yjcB::kan marker located very close to the ssb locus, thus eliminating the possibility that the suppressor was an ssb substitution of the type reported by Zhang et al (2010b) .
To facilitate identification of the suppressor in strain ACE712, the argE::Tn10 marker was first eliminated by selecting spontaneous Arg + clones on glucose minimal salts agar supplemented with methionine and the yjcB::kan marker then eliminated by introducing the linked malE::Tn10, screening for Tc r Km s clones. The resulting construct remained highly resistant to mitomycin C, indicating that it still carried the suppressor (Table S1 , ACE732). This strain was then transduced with P1 phage grown on pools of cells carrying random kan insertions in the chromosome generated in strain MG1655 using the EZ-Tn5 <kan-2> Tnp Transposome system (Epicentre Technologies). The Km r transductants were screened for those that were also sensitive to mitomycin C on the basis that such a clone would carry a kan insertion linked to the wild type allele of the suppressor locus. One candidate was identified and shown by PCR sequencing to carry an insertion in mutL at minute 94.7 of the genetic map ( Fig. 1A ; Table 1 , ACE734). P1 phage from this clone was used to transduce the ΔrecG metB1 malE::Tn10 suppressor strain ACE732 to Km r . This time, 30% of the transductants tested proved sensitive to mitomycin C, i.e. had lost the suppressor. P1 grown on a transductant retaining the suppressor (ACE739) was used to transduce strain N6576 (ΔrecG ΔlacIZYA) to Km r . 30% of the clones analysed proved resistant to mitomycin, i.e. had inherited the suppressor. One such isolate, labelled N7039, was then transduced to Tc r with a P1 phage stock from strain CGSC7484, which carries a zjf920::Tn10 insertion at minute 95.76 (Fig.1A) . A transductant retaining both the suppressor and the linked mutL::kan marker was retained as strain N7073 (ΔrecG ΔlacIZYA mutL::kan zjf920::Tn10). Phage P1 from N7073 was then used to transduce N6576 (ΔrecG ΔlacIZYA) to Tc r and the transductants were analysed for inheritance of the unselected mutL and the suppressor. The analysis indicated that the suppressor was located mid-way between mutL and zjf920, in the vicinity of priB at minute 95.3 ( Fig. 1A ; data not shown). PCR sequencing of this region in strain N7039 revealed no change in priB. However, an A to T transition was detected at position 292 in the upstream rpsF gene, converting the GAA codon for Glu98 to a TAA nonsense codon. This mutation was designated as rpsF292 (Fig. 1A) .
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